
UID: METH1 - 950aa Type: Protein 950 aa 
METH1 - 950aa (SEQ ID NO: 2) 

UID: US 6649377 Type: Protein 949 aa D ^ 
US 6649377 

Local similarity 
Match: 19 
Mismatch: -17 
Indel start: -13 
Indel extend: -7 

Score: 17959 at (METH1 - 950aa) [2.. 950] : (US 6649377 )[ 1 .. 949 ] 

2 GNAERAPGSRSFGPVPTLLLLAAALLAVSDALGRPSEEDEELWPELERAPGHGTTRLRL 

I I 1 1 I 1 1 ill 1 1 1 1 M 1 1 III 1 1 1 1 1 1 INI 1 1 II 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 II I 

1 GNAERAPGSRSFGPVPTLLLLAAALLAVSDALGRPSEEDEELWPELERAPGHGTTRLRL 
62 HAFDQQLDLELRPDSSFLAPGFTLQNVGRKSGSETPLPETDLAHCFYSGTVNGDPSSAAA 

IIIMI IIIIMIIMIIIIIIIMIIMI llllllll IIMMIIMIMIIIMI 

61 HAFDQQLDLELRPDSSFLAPGFTLQNVGRKSGSETPLPETDLAHCFYSGTVNGDPSSAAA 

122 LSLCEGVRGAFYLLGEAYFIQPLPAASERLATAAPGEKPPAPLQFHLLRRNRQGDVGGTC 

I I I I h II I I I I I I I I I I I I I I II II I I I I I I I I I I I I I • I I I I I I I I I I I I I I I I I I 
121 LSLCEGVRGAFYLLGEAYFIQPLPAASERLATAAPGEKPPAPLQFHLLRRNRQGDVGGTC 

182 GWDDEPRPTGKAETEDEDEGTEGEDEGPQWS PQDPALQGVGQPTGTGS I RKKRFVS SHR 

II I 1 1 I 1 1 III II I II II MM 1 1 I II M Mill II III M II I 1 1 M II II I MUM 

181 GWDDEPRPTGKAETEDEDEGTEGEDEG^QWS PQDPALQGVGQPTGTGS I RKKRFVS SHR 
242 YVETMLVADQSMAEFHGSGLKHYLLTLFSVAARLYKHPSIRNSVSLVWKILVIHDEQKG 

1 1 1 1 i 1 1 1 1 1 1 1 f I E 1 1 1 1 1 1 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II f 1 1 1 1 1 1 1 1 1 M 1 1 M 

241 YVETMLVADQSMAEFHGSGLKHYLLTLFSVAARLYKHPSIRNSVSLVWKILVIHDEQKG 
302 PEVTSNAALTLRNFCNWQKQHNPPSDRDAEHYDTAILFTRQDLCGSQTCDTLGMADVGTV 

II 1 1 1 1 1 1 II I II I M II IIIIMI II II II III II MMM II II 1 1 II II I II II I 

301 PEVTSNAALTLRNFCNWQKQHNPPSDRDAEHYDTAILFTRQDLCGSQTCDTLGMADVGTV 

362 CDPSRSCSVIEDDGLQAAFTTAHELGHVFNMPHDDAKQCASLNGVNQDSHMMASMLSNLD 

I I I II I I II I II III III I II I Mill I II III I I I II I M I II I I I I I I I III I I I I 
361 CDPSRSC SVI EDDGLQAAFTTAHELGHVFNMPHDDAKQC ASLNGVNQDSHMMASMLSNLD 

422 HSQPWS PC SAYMI TSFLDNGHGECLMDKPQNP I QLPGDLPGTS YDANRQCQFTFGEDSKH 

II 1 1 1 II I 1 1 1 II 1 1 1 1 1 MM I I II III I III I MM 1 1 1 II II 1 1 II II I II M I 

421 HSQPWS PC SAYMITSFLDNGHGECLMDKPQNPIQLPGDLPGTS YDANRQCQFTFGEDSKH 
482 CPDAASTCSTLWCTGTSGGVLVCQTKHFPWADGTSCGEGKWCINGKCVNKTiRKHFDTPF 

1 1 1 II II II I II I II 1 1 M II I MM 1 1 M II 1 1 II M I II Ml II I II IIIIMI 

481 C PDAASTCSTLWCTGTSGGVLVCQTKHFPWADGTSCGEGKWC INGKCVNKTHRKHFDTPF 
542 HGSWGMWGPWGDCSRTCGGGVQYTMRECDNPVPKNGGKYCEGKRVRYRSCNLEDCPDNNG 

MM 1 1 1 M 1 1 II I II II I IIIMI 1 1 1 II 1 1 II 1 1 III I II II II III I II I II 1 1 1 

541 HGSWGMWGPWGDC SRTCGGGVQYTMRECDNPVPKNGGKYC EGKRVRYRSCNLEDC PDNNG 
602 KTFREEQCEAHNEFSKASFGSGPAVEWIPKYAGVSPKDRCKLICQAKGIGYFFVLQPKW 

MMMMMMMMMMMMMMIMM MMMMMIMM MIIIIMM 

601 KTFREEQCEAHNEFSKASFGSGPAVEWIPKYAGVSPKDRCKLICQAKGIGYFFVLQPKW 



662 DGTPCSPDSTSVCVQGQCVKAGCDRIIDSKKKFDKCGVCGGNGSTCKKISGSVTSAKPGY 

I ! 1 1 1 1 1 1 1 1 II I 1 1 1 1 1 1 1 1 1 IMi 1 1 1 M I Ml i 1 1 1 1 ! I 1 1 I ! i I ! 1 1) II 

661 DGTPCSPDSTSVCVQGQCVKAGCDRIIDSKKKFDKCGVCGGNGSTCKKISGSVTSAKPGY 
722 HDI ITI PTGATNIEVKQRNQRGSRNNGSFLAIKAADGTYILNGDYTLSTLEQDIMYKGW 

II 1 1 1 1 II I II 1 1 1 I III II 1 1 1 1 1 II Mill 1 1 1 1 1 Ml I II 1 1 1 1 I M II 1 1 1 M M 

721 HDIITIPTGATNIEVKQRNQRGSRNNGSFLAIKAADGTYILNGDYTLSTLEQDIMYKGW 

782 LRYSGSSAALERIRSFSPLKEPLTIQVLTVGNALRPKIKYTYFVKKKKESFNAIPTFSAW 

I MM I I I I I I I I I II I I I I I I I I I I I II I III I I I II I I II I I I I I I I I I I I II I II 
781 LRYSGSSAALERIRSFSPLKEPLTIQVLTVGNALRPKIKYTYFVKKKKESFNAIPTFSAW 

842 VIEEWGECSKSCELGWQRRLVECRDINGQPASECAKEVKPASTRPCADHPC PQWQLGEWS 

I II I II I II M M I I I I I I I I I I I I II I I II I I M II I II I I I I I II I I I I III I I 
841 VI EEWGECSKSCELGWQRRLVECRDINGQPASECAKEVKPASTRPCADHPC PQWQLGEWS 

902 SCSKTCGKGYKKRSLKCLSHDGGVLSHESCDPLKKPKHFIDFCTMAECS 

I I I IMIMMIMM MIMMMMIMMMMMMIMI 

901 SCSKTCGKGYKKRSLKCLSHDGGVLSHESCDPLKKPKHFIDFCTMAECS 



Percent Identity: 99.7 
Percent Similarity: 99.8 



UID: METH2 Type: Protein 890 aa 
METH2 (SEQ ID NO: 4) 
vs . 

UID: US 6649377 Type: Protein 949 aa 
US 6649377 



Local similarity 
Match: 19 
Mismatch: -17 
Indel start: -13 
Indel extend: -7 

Score: 3038 at (METH2) [20.. 882] : (US 6649377 )[ 18 .. 880 ] 

20 LLLPLARGAPARPA AGGQAS ELWP- -TRLPGSAG- -ELALHLSAF GK 

III II I I I III Mill I II I I II II 

1 8 LLL-LA- -A- ALLAVSDALGRPSEEDEELWPELERAPG-HGTTRLRLH- -AFDQQLD- - 

64 GFVLRLAPDDSFLAPEFKIERL G-GSGRAT-GGERGLRGCFFSGTWGEPESLAAVS 

I I II Mill I I I II I I I II MIMI I I II I 

68 LELRPDSSFLAPGF TLQNVGRKSGSETPLPETDLAHCFYSGTVNGDPSSAAALS 

119 LCRGLSGSF-LLDGE-EFTIQPQGAGGS- -L- -AQPHRLQRWG P AGAR PL 

II I I I II II I III I I I II I II M 

123 LC EGVRGAF YLL - GEAYF - 1 QPL PA- AS ERLATAAP GEKPPA PLQFHLLRR 

163 PR GPEWEV E TG — EGQRQERGDHQEDSEEESQEEEAEGA--SEPP- 

I I I I II I I I M I I I Ml I I 

171 NRQGDVGGTCG WDDEPRPTGKAE TE--D--ED EGTEGEDEGAQWS - - PQ 

203 -P PLGAT - S - RTKRFVS EARFVETLLVADASMAAF YGADLQNH - 1 LTLMSVAA 

I Mill Mill I III MM lllllll III MM 

215 DPALQGVGQPTG-TGSIRKKRFVSSHRYVETMLVADQSMAEFHGSGL-KHYLLTLFSVAA 
253 RIYKHPSIKNSINLMWKVL-IVEDE-KWGPEV-SDNGGLTLRNFCNWQRRFNQPSDRHP 

I MUM II I III I I II I MM I I llllllllll I MM 

273 RLYKHPSIRNSVSLVWKILVI-HDEQK-GPEVTS-NAALTLRNFCNWQKQHNPPSDRDA 
310 EHYDTAILLTRQNFCG-QEGLCDTLGVADIGTICDPNKSCSVIEDEGLQAAHTLAHELGH 

MM MM Ml III Mill II II III lllllll Mill I MIMI 

330 EHYDTAILFTRQDLCGSQ- -TCDTLGMADVGTVCDPSRSCSVIEDDGLQAAFTTAHELGH 
369 VLSMPHDDSKPCTRLFGPMGKHHV MA-PLFVHLN QTLPWSPCSA-MYLTE 

I Mill I I I I I III I I lllllll I I 

388 VFNMPHDDAKQCASLNG VNQDSHMMASML SNLDHSQ--PWSPCSAYM-ITS 

417 LLDGGHGDCLLDAPGAALP--LPTG-LPGRMALYQLD--QQCRQ-IFGPDFRHCPNTSAQ 

II III II I I lllllll II II I Ml Ml 

436 FLDNGHGECLMDKP--QNPIQLP-GDLPG--TSY--DANRQC-QFTFGEDSKHCP 

471 D VC AQLWC - HTDG AE PL - C HTKNG S L PWADGT PC G PGHLC S EG S C L P E EEV ERP 

I I Ml I I I I II MIMI II I I I I I I 

483 DAASTCSTLWCTGTSG-GVLVCQTK- -HFPWADGTSCGEGKWCINGKC VNKTHR- 

523 K PWDGGWAPWGPWGECSRTCGGGVQFSHRECKD-PEPQNGGRYCLG-R-RAKYQS 

I III Mill llllllllll III I I I Ml II I I I II 

534 KHFDTP-FHGSWGMWGPWGDCSRTCGGGVQYTMREC-DNPVPKNGGKYCEGKRVR--YRS 



576 CHTEEC PPD- -GKSFREQQCEKYNAYN YTDMDGNLLQWVPKYAGVSPRDRC 

I I I II II III III I I II IMIIIII III 
590 CNLEDC-PDNNGKTFREEQCE AHNEFSKASFGS GPAVEWIPKYAGVSPKDRC 

625 KLFCRARGRSEFKVFEAKVIDGTLCGP-ETLAICVRGQCVKAGCDHWDSPRKLDKCGVC 

II I I I II II III I I I II MINIM II I IMIII 

641 KLICQAKGIGYFFVLQPKWDGTPCSPDST-SVCVQGQCVKAGCDRIIDSKKKFDKCGVC 
684 GGKGNS -CRKVSGSLT PTNYGYND I VT I PAGATNI DVKQRSH PGVQNDGNYLALKTA 

II I I I I Ml I I MM III Mill MM I I I II I I 

700 GGNG - STCKKISG S VT S AK P GYHDI ITI PTGATNIEVKQRNQRGSRNNGSFLAIKAA 

740 DGQYLLNG - -NLAI SAI EQDILVKGTILKYSGS I ATLERLQSFRPLPEPLTVQLLTVPGE 

II I Ml II MM II I MM I III II II MM I Ml I 

756 DGTYILNGDYTL - - STLEQD IMYKGWLRYSGS S AALERI RSFS PLKEPLTI QVLTV-GN 

798 VFPPKVKYTFFV PNDVDF SMQSSKERATTNI I QPLLHAQWVLGDWSEC S - STCGAGW 

II III II II I I I I II I III I I II 

813 ALRPKIKYTYFVKKK KE--SFNAI -PTFSA-WVIEEWGECSKS-CELGW 

I . J 

854 QRRTVECRDPSGQ-ASATCNKALKPEDAKP 

III Mill II II I I I I II 
857 QRRLVECRDINGQPAS - EC - -A-K-E - VKP 



Percent Identity: 50.5 
Percent Similarity: 60.3 



